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Abstract
Background: One fundamental finding of the last decade is that, besides the primary DNA sequence information
there are several epigenetic “information-layers” like DNA-and histone modifications, chromatin packaging and, last
but not least, the position of genes in the nucleus.
Results: We postulate that the functional genomic architecture is not restricted to the interphase of the cell cycle
but can also be observed in the metaphase stage, when chromosomes are most condensed and microscopically
visible. If so, it offers the unique opportunity to directly analyze the functional aspects of genomic architecture in
different cells, species and diseases. Another aspect not directly accessible by molecular techniques is the genome
merged from two different haploid parental genomes represented by the homologous chromosome sets. Our results
show that there is not only a well-known and defined nuclear architecture in interphase but also in metaphase leading
to a bilateral organization of the two haploid sets of chromosomes. Moreover, evidence is provided for the parental
origin of the haploid grouping.
Conclusions: From our findings we postulate an additional epigenetic information layer within the genome including
the organization of homologous chromosomes and their parental origin which may now substantially change the
landscape of genetics.
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Background
Recent studies showed that epigenetic information e.g.
non-coding RNAs, DNA methylation or histone modi-
fications are key regulators of gene expression (sum-
marized in [1]). Besides there is another “layer” of
epigenetic information on the level of higher order
chromatin organization, which became more and
more into the focus due to application of high reso-
lution chromosome conformation capture assays (e.g.
[2]). Nevertheless, these methods are neither able to
distinguish between homologous chromosomes nor to
delineate their parental origin. As apparent from
chromosome territory studies by fluorescence in situ
hybridization (FISH) there is a chromosome positional
code which seems to be cell type and specific for time
of development (e.g. [3, 4]). However, standard FISH-
methods do not register the behavior of homologous
chromosomes as well as their organization with re-
spect to the parental origin, which we postulate here
as an additional epigenetic “information layer”.
A non-random distribution of chromosomes was sug-
gested already in the early days of human cytogenetics
[5, 6]; however, majority of cytogeneticists commonly
accept that chromosomes in a metaphase spread are
generally arranged completely haphazardly. Based on the
observation of the bilaterally symmetric distribution of
DNA and chromosome specific FISH signals in leuko-
cytes, we demonstrated in a series of publications [7–13]
a genome-wise organization of chromosomes in human
and murine cells. In other words, the parental haploid
chromosome sets of diploid cells are well arranged
within the nucleus and also within the metaphase stage,
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when DNA is most condensed and appears as micro-
scopically visible chromosomes. Previously Gläss [14, 15]
observed the segregation of parental haploid chromo-
some sets in regenerating liver cells of rats; also Pera
[16] presented a hexaploid metaphase spread in vole
cells, where the six sets of chromosomes were appar-
ently lying within distinct haploid domains. Additionally,
in insects and plants there are clear examples of sepa-
rated parental genomes in the nuclei [17, 18].
As a rule, rather than an exception, we found this
genome-wise haploid order of chromosomes in a variety
of samples from different human tissues; in different
species of macaque monkeys; in mice (Mus musculus);
in aberrant human karyotypes with triploidy, tetraploidy,
uniparental disomy (UPD); in human blood samples sub-
jected to pod-FISH (parental origin determination FISH)
[19] and samples with small supernumerary marker chro-
mosomes (sSMC) [20]. The detailed analysis of three
clinical cases with sSMC and UPD shed light on the func-
tional role of this more general genome-wise order.
Our results show that there is not only a defined nu-
clear architecture in interphase but also in metaphase
allowing bilateral organization of the two haploid sets of
chromosomes. Moreover, evidence is provided for the
parental origin of the haploid groupings.
Results
The homologous chromosome organization and their
haploid grouping was investigated in normal human
metaphase spreads of a family trio and on aberrant
metaphases of different clinical cases and tissues to get
hints on the functional relevance of the previously ob-
served higher order organization of metaphases. Haploid
grouping was done by drawing a symmetry line which
separates the two haploid genomes in the metaphase. To
demonstrate the general principle of haploid grouping in
the metaphase stage of the cell cycle we explored add-
itionally different primate species and murine samples.
Human family trio analyzed with pod-FISH
In order to analyze the organization of homologous
chromosomes to each other and also with respect to
their parental origin we applied pod-FISH on a family
trio. Polymorphic FISH-probes, due to copy number
variations which allow the distinction of homologous
chromosomes, were used to draw conclusions on the
parental origin of single homologous chromosomes in the
child of the trio 170 metaphase spreads from peripheral
blood of a normal male proband (child of a family trio)
were analyzed for perfect bilateral symmetry of haploid
chromosome sets, found in 51 from 170 cells (~30 %,
examples are given in Additional file 1: Figure S1). 26 of
these metaphases were analyzed by pod-FISH with se-
quential hybridizations (Fig. 1). In parallel, metaphase
spreads of each parent were also analyzed by pod-FISH to
determine the parental origin of 17 autosomes, X- (and
Y) chromosomes in the proband (Fig. 2). Besides the bi-
lateral symmetry of haploid chromosome sets, a clear
parental-wise grouping of the two haplosets was found
in 3 out of 26 metaphase spreads analyzed (11.5 %) (ex-
emplified in Fig. 1).
Bilateral symmetry line often reflects a mirror line dividing
pairs of homologous chromosomes next to each other
The 26 metaphase spreads examined by pod-FISH were
also analyzed for co-localization of homologous chromo-
somes, previously described as somatic pairing (Fig. 3).
85 instances of direct co-localizations were counted with
a mean frequency of 3.3 per metaphase spread. The fre-
quency per chromosome is not constant and favors pre-
dominantly chromosome 7 (31 % of cells), 19 (27 % of
cells) and 13 (23 % of cells). On the other hand, a direct
co-localization of both chromosomes 21 was never ob-
served and chromosomes 2 and 22 were co-localized
only in 1 out of 26 metaphase spreads (4 %).
Clinical case with aberrant bone marrow karyotype
Twenty metaphase spreads from a male patient diag-
nosed with acute myelogenous leukemia (AML) and tri-
somy 8 mosaicism in bone marrow were evaluated
(47,XY,+8[15]/46,XY[5]). After grouping of haplosets the
additional chromosome 8 was analyzed for affiliation to
maternal or paternal haplogroup. Eleven trisomy 8 meta-
phases showed a location within the paternal haploset
and four were assigned to the maternal haploset. Fur-
thermore, 5 out of 15 trisomy 8 metaphases (33 %) ex-
hibited a “next to next location” of two chromosomes 8
(Additional file 2: Figure S2).
Clinical cases with aberrant amniotic fluid and fibroblasts
Homologous chromosome haploset grouping, as well as
the grouping of single chromosome combinations in a
mirror-image manner and the location of homologous
chromosomes along the symmetry line was also ob-
served in tri- and tetraploid human metaphases from
abortion fibroblasts and amniotic fluid cells after in situ
preparation (exemplified in Fig. 4).
Clinical cases with sSMC
Twenty metaphase spreads were evaluated for each case
outlined below, by drawing a line separating two haploid
chromosome sets and subsequent analysis of the add-
itional sSMC location and, in case of UPD analysis, of
the affected homologous chromosomes.
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Case 1: mos 47,XY,+min(14)(pter→ q11.1)dn, upd(14)mat
heterodisomy/46,XY,upd(14)mat heterodisomy
A male patient with de novo sSMC(14) in 50 % of his
cells and maternal heterodisomy 14 presented at the age
of 31 with short stature and adiposity.
Bilateral symmetry line analysis showed that the
sSMC was present in 11/20 metaphases and located in
6/11 on the maternal/X chromosomal haploset. Add-
itionally, the marker chromosome was found in 7/11
metaphases next to the symmetry line, which allows
also an alternative drawing of the latter (Additional
file 3: Figure S3A).
Chromosomes 14 presenting maternal heterodisomy
were tested with a centromere 14/21 specific probe for
heteromorphisms and the chromosome 14 with a
stronger centromeric signal turned out to be located
in 14/20 on the paternal and in 6/20 on the maternal
site (Additional file 3: Figure S3A). In 5/20 meta-
phases, both homologous chromosomes, and in 15/20
at least one chromosome 14 was located next to the
symmetry line.
Case 2: mos 47,XY,+min(7)(:p13→ p11.1:)dn,upd(7)mat
isodisomy/46,XY,upd(7)mat isodisomy
A four month old boy with a de novo sSMC(7) in 8 %
of the cells and additional maternal isodisomy of the
homologous chromosomes 7 showed dystrophy, develop-
mental delay and abnormal ears.
Only 1/20 metaphases showed the sSMC located on
the paternal/Y chromosomal haploset, but next to the
symmetry line. Both isodisomic chromosomes 7 pre-
sented in 20/20 metaphases a clear grouping to one of
the haplosets and in 14/20 metaphases both chromo-
somes 7 were located next to the symmetry line
(Additional file 3: Figure S3B).
Case 3: 47,XY,+inv dup(22)(q11.2)mat
An additional inverted duplicated sSMC(22) inherited
from the phenotypically normal mother was present in
100 % of the amniocytes in a male fetus.
In all 20 metaphase spreads the sSMC was present
and located in 12/20 on the maternal/X chromosomal
and in 8/20 on the paternal/Y chromosomal haploset.
Furthermore, in 12/20 metaphases the sSMC was
located next to the symmetry line. In 17/20 meta-
phases both haplosets included one of the homolo-
gous chromosomes 22 and in 10/20 metaphases both
homologous were located next to the symmetry line
(Additional file 3: Figure S3C).
Primate metaphases
Ten different primary primate samples, detailed in
Additional file 4: Table S1, were hybridized with
Fig. 1 Example of sequential hybridizations of informative pod-FISH probe sets on a proband metaphase spread (a-d). According to the
parental code from Fig. 1 the chromosomes of the proband were labeled with blue for paternal origin and red for maternal origin (e). According to
the parental origin a bilateral symmetry and a grouping of the maternal and the paternal chromosomes could be visualized in the
proband metaphase (f)
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human M-FISH probe sets and at least 5 metaphases
were evaluated each, for bilateral symmetry, location of
homologous chromosomes next to the symmetry line and
chromosome grouping. With the exception of only a sin-
gle chromosome, which escaped the haplotype grouping
and was preferentially located on the outer area of the
metaphase, all 50 metaphases analyzed from the 10 differ-
ent primate species showed a bilateral grouping of chro-
mosomes in haplosets (examples are given in Additional
file 5: Figure S4).
Additionally, the metaphases showed also a chromo-
some grouping and a close location of homologous
chromosomes next to the symmetry line as observed in
human metaphases (Figs. 3 and 4).
Murine metaphases
Twelve mouse metaphase spreads from primary spleen
preparation were analyzed with a mouse specific M-
FISH probe set and evaluated for bilateral symmetry,
location of chromosomes next to the symmetry line and
chromosome grouping.
The metaphases showed a grouping of the chromosome
sets and a close location of homologous chromosomes
next to the symmetry line (Additional file 6: Figure S5) as
seen in the other samples before.
Discussion
The influence of preparation methods on metaphase
architecture
Even though human chromosomes have been prepared
uncountable times using the air drying approach for over
50 years, structure and process of chromosome spread-
ing were not understood for a long time. Recent studies
revealed that fixed lymphocytes at the metaphase stage
spread after being attached to the slide surface [21]
rather than “burst” their metaphase plates as suggested
Fig. 2 Decoding parental origin for the listed chromosomes by pod-FISH probes of corresponding cytogenetic polymorphisms
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for years. This surprisingly slow process is humidity-
dependent [22] and is driven by the evaporation of Car-
noy’s fixative. First methanol evaporates, followed by
acetic acid. As acetic acid is hydrophilic, water is ac-
quired from the atmosphere and the chromosomes
elongate due to a stretching or swelling process [21, 23].
In earlier studies by methylation staining of mamma-
lian spermatocytes as well as early embryonic cells the
parental order and genomic separation of parental
chromosome sets were detected [24]. While this paren-
tally derived methylation pattern disappeared after the
four-cell stage, the chromosomes still remained
aligned during interphase (chromosome territories)
and even during metaphase as suggested by us previ-
ously [7, 10–13].
Although the standard preparations were used to ar-
rest metaphase and treat them with hypotonic shock,
here large numbers of metaphase spreads were detected
with clear genome-wise separation of chromosomes.
Additionally, in pod-FISH sampling a distinct sorting of
the maternal and paternal chromosome sets was pos-
sible, except for single chromosomes lying astray. Also
human metaphase spreads from bone marrow prepared
without colcemid and showed the same results. Thus, an
effect of colcemid on metaphase architecture can be ex-
cluded. This was also supported by 2D and 3D chromo-
some territory studies with different colcemid exposure
times or without colcemid treatment [25]. Furthermore,
human metaphases from abortion material prepared dir-
ectly on slides by in situ culture showed in principle
haploid sorting of even triploid chromosome sets, as
well (some single chromosomes from metaphase edge
escaped due to physical forces during preparation, par-
tially masking metaphase architecture).
Interphase architecture
In the end of the 19th century Rabl [26] and Boveri
[27] suggested the occurrence of an organized do-
main structure in the nucleus, which are nowadays
known as chromosome territories (CTs) [28]. These
nuclear CTs show a functional character reflected by
spatial, temporal and cell type specific organization
[29].
Several models exist to explain this organization:
1. Chromosomes have a centromere-telomere
orientation which is stable during anaphase and
cytokinesis, with the two chromosome arms lying
next to each other and the centromeres and
telomeres located at opposite poles of the nucleus
[26, 30]. Nevertheless, this “Rabl configuration” is
said to be rarely observed in mammalian cells
[29].
2. The radial model predicts central location of gene
rich chromosomes (like in Homo sapiens =HSA #1,
#17, #19, and #22) in contrast to gene poor
chromosomes like HAS #4, #5, #8, #13 or #18,
independent of their size [31]. Cytogenetic
preparations in pre-colchicine era often had
metaphase plates with smaller chromosomes
located centrally.
3. Nagele [32] suggests a relative chromosome domain
positioning model also for the homologous
chromosomes, predicting a preferred positional
relationship to each other in the interphase and
prometaphase of the cell cycle. Although not
stated, this model already suggests the
organization of chromosomes in two haploid sets
as indicated by us [7].
Fig. 3 a Observed direct co-localization of homologous chromosomes in 26 metaphase spreads of a normal male individual in order of observed
frequencies per chromosome. b Example of one metaphase where chromosomes 4, 7, 8, 13, 15 and 21 labeled in different colors show direct
co-localization within the metaphase plate. Further examples are given in Additional file 3: Figure S3
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4. The last model also predicts the presence of a
certain architecture of CTs in both interphase and
metaphase in the way of a haploid grouping, which
beyond human samples [7–13] was also found in
plant louse cells [17], rat liver cells [14, 15] and in
hexaploid vole cells [16].
Metaphase architecture and ploidy-wise bilateral sorting
of chromosomes
In the present study this genome-wise haploid order of
chromosomes was found as a rule, rather than an excep-
tion. From a variety of human samples, which include
numerically and structurally abnormal human karyo-
types and also in those derived from other species,
including primates and mice the following implications
can be assigned as a general model for metaphase
architecture:
– Metaphase spreads show a more or less round shape
similar to interphase nuclei, which in 3D represents
a symmetrical distribution of the chromosomal
DNA (Additional file 7: Figure S6). Interestingly, a
round shape and equal DNA distribution can also be
observed in so called “rosette” orientation of
metaphase spreads, known classically as metaphase
plates, where chromosome haplosets are arranged in
a mirror wise order of homologous chromosomes
[7, 11, 13]. This has already been observed in vivo
and documented by the founder of cytogenetics
Walther Flemming in salamander larva
(Additional file 8: Figure S7) and quite recently
by our group [13].
– The bilateral symmetry line often reflects a mirror
line dividing two homologous chromosomes
located next to each other (Figs. 3, 4; Additional
file 6: Figure S5).
– This bilateral symmetry line is not always straight,
since it can appear as a half circle where one
haploset is surrounding the other (Additional file 1:
Figure S1, Additional file 2: Figure S2, Additional file
3: Figure S3, Additional file 5: Figure S4). This might
be due to metaphase chromosomes aligning in the
equatorial plane of the cell (i.e. a 2D plane).
Depending on the preparation and the angle of
the 3D cell being fixed in 2D to the slide’s
surface, the ideal form of a rosette shaped
Fig. 4 Metaphase example from a triploid amniotic fluid after in situ preparation demonstrating a genome-wise sorting of the three haploid chromosome
sets. (a) inverted DAPI, (b) each haploid set labeled in blue, red and green respectively, (c) chromosome grouping and (d) close location of homologous
chromosomes next to the symmetry line
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metaphase spread is “lost” and the symmetry line
can appear in different shapes.
– Some chromosomes escaping the bilateral
symmetry are often located in the outer area of
the metaphase spreads, which might be due to
physical shearing forces during preparation
(Additional file 5: Figure S4).
– These features of metaphase architecture are
independent of the origin of material, cultivation,
preparation and species, reflecting a general model for
the metaphase stage of the cell cycle (Figs. 1, 2, 3, 4,
Additional file 1: Figure S1, Additional file 2: Figure
S2, Additional file 3: Figure S3, Additional file 4: Table
S1, Additional file 5: Figure S4, Additional file 6:
Figure S5, Additional file 7: Figure S6, Additional file
8: Figure S7).
Connecting interphase with metaphase architecture
Chromosomal neighborhoods seem to be dynamic
within tissues and dependent on the cell cycle stage
[3, 33, 34]. However, there are observations that frequent
constitutional and acquired chromosomal translocation
partners are located in close proximity in the nucleus and
therefore more likely to interact [4, 33, 35]. Due to the
molecular analysis used in Hi-C techniques, the inter-
action of homologous chromosomes within the two hap-
losets and between the two haplosets could not be
analyzed. In our metaphase-directed analysis of chromo-
some neighborhoods we showed that homologous chro-
mosomes are often direct neighbors separated by the
bilateral symmetry line (Figs. 3, 4 and Additional file 6:
Figure S5). Furthermore, certain homologous chromo-
somes preferentially tend to be located next to each other
(chromosomes HSA #7, #19, #13, #4, #5, #11 and #16) at
least in the detailed analysis of human peripheral blood
cells (Fig. 3). Additionally, groups of chromosomes in a
mirror-image manner, highlighting the preferred sym-
metry of DNA content and organization in all cell cycle
stages, could be observed (Fig. 4, Additional file 6:
Figure S5, Additional file 7: Figure S6 and Additional
file 8: Figure S7).
One functional explanation for homologous neighbor-
hood and mirror-image organization of chromosomes
would be the advantage to minimizing connection costs in
genetic networks, which is also discussed even for haploid
stages in sperm that show a functional organization of
genes expressed in the same tissue of an individual [36].
Parental origin of haploid sets of chromosomes
Despite the extensive investigation of metaphases of per-
ipheral blood lymphocytes in the past, so far no ap-
proaches were available to label the chromosomes in a
parental origin specific manner. Here we applied pod-
FISH to study the organization of the human nucleus on
metaphase-spreads.
pod-FISH has already been successfully used to identify
the parental origin of individual derivative chromosomes,
such as the characterization of chimerism, derivative chro-
mosomes and uniparental disomy 15 [19, 37–41]. For the
first time we applied pod-FISH to analyze the architecture
and the distribution of parental chromosomes on whole
metaphase spreads. In a first step, 170 lymphocyte meta-
phase spreads of a healthy proband were karyotyped and a
bilateral distribution of the homologous chromosome
pairs, as described above, was found. The statistical prob-





8,388,607. Then, 26 of these metaphases with a more or
less perfect bilateral symmetry were subjected to sequential
pod-FISH hybridizations and parental chromosome analysis
(Figs. 1, 2 and Additional file 1: Figure S1). At least three of
these also showed a clear parental grouping of the homolo-
gous chromosomes as shown in Fig. 1 which has a statis-
tical chance of 1 : 46!23! 46−23ð Þ! or 1 : 8,233,430,727,600. In
other words, if this sorting would be by chance only
10–12 cells of the whole body would show such a
parental grouping.
Is bilateral order more important than the parental origin?
In order to address the functional consequences of par-
ental grouping, we analyzed clinical cases with additional
marker chromosomes with known parental origin. The
additional chromosome in case 1 and 3 showed a ran-
dom distribution but the marker had a higher frequency
than firstly expected, being located next to the symmetry
line also allowing an alternative drawing of the line or a
central location within the metaphase in the sense of
equal symmetrical distribution of DNA. Although the
homologous of the marker chromosomes in case 1 and 2
presented a UPD, reflecting only one parental origin, in
both cases the uniparental origin was “ignored” and the
homologous chromosomes were located in one of the
two haplosets each. This may highlight that, for the
metaphase architecture maintaining an equal DNA dis-
tribution is more important than the location of single
chromosomes according to their parental origin.
Facilitating chromosome haplogrouping by centrioles
From a set of elegant experiments on chromosomal
distribution in interspecies in vitro hybrid cells Teplitz
[42] concluded that “in normal cells a mechanism (dis-
tribution control) strictly regulates movement of a
haploid set of mitotic chromosomes into daughter cells
upon cell division.”
The two separate groupings of the two parental sets of
chromosomes are most likely achieved by the two
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centrioles in the centrosome of a diploid cell. Chromo-
somes of each haploset are presumably tethered to one
of the two centrioles [10, 13]. The relation of centrioles
to two halves of bilaterally lobulated nuclei of neutro-
phils support this hypothesis, as demonstrated using
serial electron microscopic (EM) sections and cinemato-
graphic records [43–45]. Also Lettré and Lettré [45] re-
ported that chromosomes, spindle fibres and centrioles
form a permanent structure invisible during interphase.
This observation was further supported by EM studies
[46]. Krioutchkova and Onishchenko [47] claimed that
the number of centrioles is exactly equal to the haplosets
of chromosomes in a cell. At the same time, the only
centriole in a fertilized egg is provided by the sperm
[48]. The paternal chromosomes appear to be bound to
this centriole, which initiates the creation of a second
centriole to take care of the maternal chromosomes.
This step is essentially crucial to achieve the order of
separation of the parental haplosets of chromosomes
and to maintain it thereafter both in interphase and
metaphase, i.e. during the cell cycle [10]. The mainten-
ance of this order is also supported by the lamin-
sheath that covers all of the telophase chromosomes
together, forming a ring or string which subsequently
gives rise to a spheroid nucleus or folds into segments
to form a polymorphic nucleus [13].
We also reported that this order of genome-wise
grouping in human blood cells is expressed in three dis-
tinct forms: (1) the two parental genomes side by side;
(2) one genome surrounded by the other; and (3) the
members of the homologous chromosomes oriented
opposite to each other [13]. Following our present pod-
FISH analysis we have observed that the homologous
chromosomes were often next to each other divided by
the line of separation of the two parental genomes
(Fig. 3). This feature in the 2D projection may mean
that these members of homologous are nevertheless
widely apart (i.e., diametrically opposite each other) on
the Z-axis of a 3D configuration. The 3-D analyses of
murine and human interphase nuclei, revealing that the
average distance between the homologous are larger
than that between the heterologous, support this feature
[49, 50].
Observations of loss of maternal chromosome 11
[51] and especially genome-wide loss of maternal
alleles in Wilms’ tumors [52], behavior of the three
haplosets during gametogenesis in a bisexually repro-
ducing triploid vertebrate [53] and the biphasic
distribution of chromatin condensations of the two
parental genomes [11] suggest that chromosomes are
handled and/or addressed ploidy-wise. Maternal and
paternal genomes may act alternately by opportunity
or availability or necessity (cf. a mixed double tennis
match). By necessity, the parental genomes do
participate in harmonious cooperation, when, for
example, the chromosomes bearing nucleolus-organizing-
regions come together to form a nucleolus, even
though they may remain tethered to their respective
centrioles.
Conclusion
In summary, we found a bilateral symmetry of meta-
phases leading to haploid sorting of homologous chro-
mosomes and evidence of a parental grouping of these
haploid sets. This indicates i) a higher order of chromo-
somal topography in the cell which is caused by the
parental origin of homologous chromosomes, and we
hypothesize that ii) this higher order is not limited to
metaphase chromosomes but also represents an inherent
feature of the interphase nuclei, iii) the cell distinguishes
homologous chromosomes by the parental origin and iv)
besides the horizontal sorting (equatorial plane) of chro-
mosomes during metaphase, there is a vertical sorting by
parental origin.
In the last decade nuclear architecture was recognized
as an independent, emerging mechanism orchestrating
gene expression (reviewed in [39]. The observation that
homologous chromosomes - depending on their parental
origin - have a defined position in the interphase nuclei
as well as in the metaphase strengthens this concept and
adds the parental origin information as an additional
“epigenetic layer”. Architectural changes are priming
events that happen before subsequent changes in gene
expression and might therefore serve as future diagnos-
tic and therapy markers e.g. in malignancys. which are
well known as being associated with genetic instability
and may very much be initiated by any loss of large scale
chromatin order [54].
One can only speculate regarding impact and
biological significance of this genome-wise order of
chromosomes, however, it might be one additional
mechanism leading to monoallelic expression of auto-
somal genes (summarized in [55]) and therefore
contribute to normal phenotypic variation as well as to
variable expressivity and incomplete penetrance of
genetic diseases. Similarly, we may have to redefine the
terms “Comparative Genomic Hybridization (CGH)”
or “Loss of Heterozygosity (LOH)” by specifying the
involvement of the maternal and/or paternal ge-
nomes in future or retrospective genotype phenotype
correlations.
Methods
Informed consent was obtained from all individual
participants included in the study; the study was ap-
proved by the Ethics Committee of Friedrich Schiller
Jena University Hospital (internal code 1457-12/04).
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Human and primate metaphases from peripheral blood
culture and Epstein Barr virus (EBV) transformed
permanent cell lines
Chromosome preparations were performed according to
standard techniques [56]. An aliquot of heparinized per-
ipheral blood (family trio and primate samples) or of fro-
zen permanent cell lines transformed by the EBV was
added to the cell culture medium, mixed with 10-20 %
fetal calf serum, penicillin/streptomycin (10 mg/ml final
conc.) and phytohemagglutinin (for primary blood cells,
according to manufacture instruction). After 72 h of
incubation at 37 °C/5 % CO2, the cells were harvested.
Thirty minutes before harvesting, colcemid (diacetyl-
methylcolchicine, 0.1 μg/ml final conc.) was added to
arrest the cells at metaphase stage. The “air-drying
method” of chromosome preparation [57] included
hypotonic treatment with 0.075 M KCl for 20 min, a
fixation step and several washing steps using Carnoy’s
fixative (methanol/glacial acetic acid 3:1); finally, the sus-
pension was dropped onto the slide’s surface.
Primate chromosome preparations (Additional file 4:
Table S1) were provided by the coauthors from Thailand
and Brazil.
Permanent EBV transformed cell lines from the clinical
cases mos 47,XY,+min(7)(:p13→ p11.1:),upd(7)mat isodis-
omy/46,XY,upd(7)mat isodisomy (EKF-#7-p12/1-m) and
46,XY,upd(14)mat heterodisomy (EKF-#14-q11/1-m) were
kindly provided by the Else Kröner-Fresenius (EFK) – cell-
bank (Institute of Human Genetics, Jena, Germany, http://
ssmc-tl.com/ekf-cellbank.html).
Human metaphases from abortion material and amniotic
fluid
Chromosome preparations from abortion material and
amniotic fluid material were performed according to
standard techniques [56]. The primary abortion material
was mechanically minced and covered with full medium
mixed with penicillin/streptomycin and l-glutamate in a
culture flask for 10–14 days at 37 °C/5 % CO2. Cells
were disassociated by trypsin or in the case of amniotic
fluid; a sedimented aliquote was transferred to a quadri-
perm plate on sterile glass slides with full medium for in
situ culture for 7–10 days at 37 °C/5 % CO2. Ninety mi-
nutes before harvesting the cells colcemid (0.1 μg/ml
final conc.) was added followed by hypotonic treat-
ment (1.5 mM MgCl2, 0. 1 % sodium citrate and 150
U hyalorunidase) for 10–14 min, a fixation step and
several washing steps using Carnoy’s fixative and final
drying on the slide.
Human metaphases from bone marrow material
Chromosome preparations from heparinized bone mar-
row were performed according to standard techniques
[56]. An aliquot of bone marrow was added to the cell
culture medium, mixed with 10–20 % fetal calf serum
and penicillin/streptomycin. After 24 h of incubation at
37 °C/5 % CO2 the cells were harvested without colce-
mid. Hypotonic treatment with 0.056 M KCl was per-
formed for 20 min, a fixation step and several washing
steps using Carnoy’s fixative and final dropping of the
suspension onto the slide’s surface.
Murine metaphases from primary spleen
Mouse metaphase spreads were prepared from primary
spleen and short-term culture with phytohemagglutinin.
After 60 h of incubation at 37 °C/5 % CO2 the cells were
harvested. Thirty minutes before harvesting the cells,
colcemid (0.1 μg/ml final conc.) was added, followed by
hypotonic treatment with 0.040 M KCl for 40 min, a
fixation step and several washing steps using Carnoy’s




M-FISH (multiplex FISH using whole chromosome
painting probes) was applied for the proper identifica-
tion of homologous chromosomes in cross species-FISH
applications on primates and mouse. For primates, a
human M-FISH probe set based on glass needle dis-
sected probes was used as described before [58]. An ana-
log M-FISH probe set specific for mouse chromosomes
was used to assign chromosomes in mouse metaphase
spreads [59].
cenM-FISH
CenM-FISH (centromere multiplex FISH for all 24
human chromosomes) was applied for the proper identi-
fication of homologous chromosomes in poor quality
metaphases of bone marrow preparations, according to
previously published protocols [60].
pod-FISH
pod-FISH (parental origin determination FISH) was per-
formed on metaphase spreads of a male proband and his
parents (i.e. a family trio) derived from peripheral blood
lymphocytes. Furthermore pod-FISH was applied on
metaphase spreads of two clinical cases with karyotype
mos 47,XY,+7/47,XY,+min(7),upd(7)mat isodisomy/46,
XY,upd(7)mat isodisomy and 46,XY,upd(14)mat hetero-
disomy, respectively, derived from permanent EBV trans-
formed cell lines. BAC clones for pod-FISH [19] were
selected from CNV regions by http://projects.tcag.ca/vari-
ation/, the DNA was isolated, PCR amplified, and labeled
by nick translation. Informative BAC clones that gave
signal intensity differences on homologous chromosomes
were further tested for parental origin. 10–25
Weise et al. Molecular Cytogenetics  (2016) 9:36 Page 9 of 11
metaphases were evaluated each. Signal differences
not directly visible by eye were measured by software
approaches like SCION or Axiovision software, Carl
Zeiss MicroImaging GmbH, Germany.
Additional files
Additional file 1: Figure S1. Inverted DAPI images from 9 metaphase
spreads of the normal proband from the family trio exemplify the bilateral
grouping of haploid chromosome sets. These metaphases were also
subjected to further analysis by pod FISH for determining the parental
origin of the homologous chromosomes in the proband. (TIF 1521 kb)
Additional file 2: Figure S2. Bone marrow metaphases from an AML
patient with mosaic trisomy 8 after cen-M-FISH. The karyotypes
showing two or three times the chromosome 8, indicated with an
arrow, depending on the parental location in blue (paternal) or red
(maternal) haplogroups. (TIF 786 kb)
Additional file 3: Figure S3. A) Inverted DAPI images from 3
metaphases of case 1 with 47,XY,+min(14) and maternal heterodisomy
14. Due to a maternal centromere polymorphism both chromosomes
14 can be distinguished by the size of the FISH signal in cenh + and
cenh-. B) Inverted DAPI images from 3 metaphases of case 2 with
46,XY,upd(7)mat. C) Inverted DAPI images from 3 metaphases of case 3
with 47,XY,+inv dup(22)mat. The karyotypes are given red and blue labels
to indicate the maternal and paternal haplotypes. Arrows indicate the
additional minute chromosome. (TIF 826 kb)
Additional file 4: Table S1. Primate samples used in this study.
Abbreviation: PBL, peripheral blood lymphocyte. (DOCX 12 kb)
Additional file 5: Figure S4. Metaphases from ten different primate
species (see also Additional file 4: Table S1) demonstrating a genome-wise
sorting of the haploid chromosome sets after M-FISH showing chromosome
grouping and the closer location of homologous chromosomes next to the
symmetry line. (TIF 727 kb)
Additional file 6: Figure S5. Examples for observed mirror-image
groups of chromosomes (left, labeled in same colors) and homologous
chromosomes located next to each other along the symmetry line in
HSA (A), MMU (B) and SSC (C). (TIF 359 kb)
Additional file 7: Figure S6. Round shaped metaphase spread from
Silvery Langur (TCR, Trachypithecus cristata). Measurement of DNA
content by DAPI per area resulted in ~20 % independent if the whole
area is counted or a pie slice reflecting a symmetric/round shaped
distribution of DNA in the metaphase state of the cell cycle. (TIF 255 kb)
Additional file 8: Figure S7. Metaphase plate from Zellsubstanz, Kern
und Zelltheilung (1882) by Walther Flemming [13] (A) and chromosome
“rosettes” from routine cytogenetic diagnostics in amniotic fluid cells after in
situ culture (B) and a metaphase spread in “rosette” shape from peripheral
blood lymphocytes (47,XX,+mar) after cenM-FISH (C). (TIF 876 kb)
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
AW and JPC designed and coordinated the study. AW carried out the
triplody, tetraploidy and M-FISH studies. SM performed the pod-FISH studies.
KP contributed the sSMC and UPD FISH studies. NK carried out the murine
FISH studies. XF performed the primate FISH studies. EA contributed the
bone marrow FISH studies. AA-H performed statistical calculation. AT and
AC prepared and karyotyped the primate samples. MBC, JUW and TL partici-
pated in drafting and critical review of the manuscript. All authors read and
approved the final manuscript.
Acknowledgements
Supported by a grant from Carl Zeiss MicroImaging GmbH, Germany and by
the China Scholarship Council. Competing interests. On behalf of all authors
the corresponding author declares that there are no financial and non-
financial competing interests.
Author details
1Institute of Human Genetics, Jena University Hospital, Postfach, 07740, Jena,
Germany. 2Department of General, Visceral und Vascular Surgery, Jena
University Hospital, Kochstr. 2, Jena 07743, Germany. 3Department of Biology,
Faculty of Science, Khon Kaen University, 123 Moo 16 Mittapap Rd, Khon
Kaen, Muang District 40002, Thailand. 4Departamento de Genética e
Evolução, Universidade Federal de São Carlos, São Carlos, SP, Brazil. 5Instituto
Evandro Chagas, Seção de Meio Ambiente, Laboratório de Cultura de
Tecidos e Citogenética, Ananindeua, PA, Brazil. 6Kinderklinik, Ludwig
Maximillians Universität, 80337 Munich, Germany.
Received: 23 March 2016 Accepted: 12 April 2016
References
1. Zhang G, Pradhan S. Mammalian epigenetic mechanisms. IUBMB Life. 2014;
66:240–56.
2. Chen H, Chen J, Muir LA, Ronquist S, Meixner W, Ljungman M, Ried T,
Smale S, Rajapakse I. Functional organization of the human 4D Nucleome.
Proc Natl Acad Sci U S A. 2015;112:8002–7.
3. Sehgal N, Seifert B, Ding H, Chen Z, Stojkovic B, Bhattacharya S, Xu J,
Berezney R. Reorganization of the interchromosomal network during
keratinocyte differentiation. Chromosoma. 2015, in press.
4. Othman MAK, Lier A, Junker S, Kempf P, Dorka F, Gebhart E, Sheth FJ,
Grygalewicz B, Bhatt S, Weise A, Mrasek K, Liehr T, Manvelyan M. Does
positioning of chromosomes 8 and 21 in interphase drive t(8;21) in acute
myelogenous leukemia? BioDiscovery. 2012;4:4.
5. Miller OJ, Mukherjee BB, Breg WR, Gamble AV. Non-random distribution of
chromosomes in metaphase figures from cultured human leucocytes. I. The
peripheral location of the Y chromosome. Cytogenet. 1963;2:1–14.
6. Miller OJ, Breg WR, Mukherjee BB, Gamble AV, Christakos AC. Non-random
distribution of chromosomes in metaphase figures from cultured human
leucocytes. II. The peripheral location of chromosomes 13, 17, 18 and 21.
Cytogenet. 1963;2:152–67.
7. Chaudhuri JP, Reith A. Symmetric Chromosomal Order in Leukocytes
indicated by DNA Image Cytometry and FISH. Analyt Quant Cytol Histol.
1997;19:30–6.
8. Chaudhuri JP, Fringes B, Reith A. Topographic order of chromosomes in
leukocytes indicated by DNA image cytometry and mono or dual FISH with
five different probes. Verhandl Dt Ges Pathol. 1997;81:689.
9. Chaudhuri JP, Walther JU. Chromosomes and Genome Organisation in
Eukaryotes. Ind Scien Cruis. 2002;16:27–34.
10. Chaudhuri JP, Walther JU. Separation of parental genomes in human blood
and bone marrow cells and its implications. Int J Oncol. 2003;23:1257–62.
11. Chaudhuri JP, Kasprzycki E, Battaglia M, McGill JR, Brøgger A, Walther JU,
Reith A. Biphasic chromatin structure and FISH signals reflect intranuclear
order. Cellular Oncol. 2005;27:327–34.
12. Chaudhuri JP, Karamanov S, Prabakaran P, McGill JR, Walther JU.
Identification of Parental Chromosomes involved in Translocations BCR-ABL,
t(9;22), and PML-RARA, t(15;17). Anticancer Res. 2008;28:3573–8.
13. Chaudhuri JP, Walther JU. Nuclear segmentation, compaction and bilateral
symmetry in polymorphonuclear leukocytes reflect genomic order and
favour immunologic function. Acta Haematol. 2013;129:159–68.
14. Gläss E. Die Identifizierung der Chromosomen im Karyotyp der Rattenleber.
Chromosoma. 1956;7:655–69.
15. Gläss E. Sonderung der Chromosomen-Sätze in Rattenleberzellen. Chromosoma.
1957;8:468–92.
16. Pera F. Mechanismen der Polyploidisierung und der Somatischen Reduktion.
Berlin: Springer; 1970. p. 50.
17. Brown SW, Nur U. Heterochromatic chromosomes in the Coccids. Science.
1964;145:130.
18. Leitch AR, Schwarzacher T, Mosgöller W, Bennett MD, Helsop-Harrison JS.
Parental genomes are separated throughout the cell cycle in a plant hybrid.
Chromosoma. 1991;101:206–13.
19. Weise A, Gross M, Mrasek K, Mkrtchyan H, Horsthemke B, Jonsrud C, Von
Eggeling F, Hinreiner S, Witthuhn V, Claussen U, Liehr T. Parental-origin-
determination fluorescence in situ hybridization distinguishes homologous
human chromosomes on a single-cell level. Int J Mol Med. 2008;21:189–200.
20. Spittel H, Kubek F, Kreskowski K, Ziegler M, Klein E, Hamid AB, Kosyakova N,
Radhakrishnan G, Junge A, Kozlowski P, Schulze B, Martin T, Huhle D, Mehnert
K, Rodríguez L, Ergun MA, Sarri C, Militaru M, Stipoljev F, Tittelbach H,
Weise et al. Molecular Cytogenetics  (2016) 9:36 Page 10 of 11
Vasheghani F, de Bello Cioffi M, Hussein SS, Fan X, Volleth M, Liehr T. Mitotic
stability of small supernumerary marker chromosomes: a study based on 93
immortalized cell lines. Cytogenet Genome Res. 2014;142:151–60.
21. Hliscs R, Mühlig P, Claussen U. The spreading of metaphases is a slow
process which leads to a stretching of chromosomes. Cytogenet Cell Genet.
1997;76:167–71.
22. Spurbeck JL, Zinsmeister AR, Meyer KJ, Jalal SM. Dynamics of chromosome
spreading. Am J Hum Genet. 1996;61:387–93.
23. Claussen U, Michel S, Mühlig P, Westermann M, Grummt UW, Kromeyer-
Hauschild K, Liehr T. Demystefying chromosome preparation and the
implications for the concept of chromosome condensation during mitosis.
Cytogenet Genome Res. 2002;98:136–46.
24. Mayer W, Smith A, Fundele R, Haaf T. Spatial separation of parental
genomes in preimplantation mouse embryos. J Cell Bio. 2000;148:629–34.
25. Mehta IS, Kulashreshtha M, Chakraborty S, Kolthur-Seetharam U, Rao BJ.
Chromosome territories reposition during DNA damage-repair response.
Genome Biol. 2013;14:R135.
26. Rabl C. Über Zelltheilung. Morphol Jahrb. 1885;10:214–330.
27. Boveri T, Die Befruchtung und Teilung des Eies von Ascaris megalocephala.
Zellen-Studien 2. Jena, Germany: G. Fischer; 1888.
28. Cremer T, Kurz A, Zirbel R, Dietzel S, Rinke B, Schröck E, Lichter P. Role of
chromosome territories in the functional compartmentalization of the cell
nucleus. Cold Spring Harb Symp Quant Biol. 1993;58:777–92.
29. Parada L, Misteli T. Chromosome positioning in the interphase nucleus.
Trends Cell Biol. 2002;12:425–32.
30. Cremer T, Cremer C, Baumann H, Luedtke E, Sperling K, Teuber V, Zorn C. Rabl’s
model of the interphase chromosome arrangement tested in Chinese hamster
cells by premature chromosome condensation and laser-UV-microbeam
experiments. Hum Genet. 1982;60:46–56.
31. Boyle S, Gilchrist S, Bridger JM, Mahy NL, Ellis JA, Bickmore WA. The spatial
organization of human chromosomes within the nuclei of normal and
emerin-mutant cells. Hum Mol Genet. 2001;10:211–9.
32. Nagele R, Freeman T, McMorrow L, Lee H. Precise spatial positioning of
chromosomes during prometaphase: evidence for chromosomal order.
Science. 1995;270:1831–5.
33. Bickmore WA. The spatial organization of the human genome. Annu Rev
Genomics Hum Genet. 2013;14:67–84.
34. Strickfaden H, Zunhammer A, van Koningsbruggen S, Köhler D, Cremer T.
4D chromatin dynamics in cycling cells: Thedor Boveri’s hypothesis revisited.
Nucleus. 2010;1:284–97.
35. Engreitz JM, Agarwala V, Mirny LA. Three-dimensional genome architecture
influences partner selection for chromosomal translocations in human
disease. PLoS One. 2012;7:e44196.
36. Cherniak C, Rodriguez-Esteban R. Body maps on the human genome. Mol
Cytogenet. 2013;6:61.
37. Weise A, Gross M, Hinreiner S, Witthuhn V, Mkrtchyan H, Liehr T. POD-FISH:
a new technique for parental origin determination based on copy number
variation polymorphism. Methods Mol Biol. 2010;659:291–8.
38. Polityko AD, Khurs OM, Kulpanovich AI, Mosse KA, Solntsava AV, Rumyantseva
NV, Naumchik IV, Liehr T, Weise A, Mkrtchyan H. Paternally derived der(7)t(Y;
7)(p11.1 approximately 11.2;p22.3)dn in a mosaic case with Turner syndrome.
Eur J Med Genet. 2009;52:207–10.
39. Pombo A, Dillon N. Three-dimensional genome architecture: players and
mechanisms. Nat Rev Mol Cell Biol. 2015;16:245–57.
40. Mkrtchyan H, Gross M, Hinreiner S, Polytiko A, Manvelyan M, Mrasek K,
Kosyakova N, Ewers E, Nelle H, Liehr T, Volleth M, Weise A. Early embryonic
chromosome instability results in stable mosaic pattern in human tissues.
PLoS One. 2010;5:e9591.
41. Horsthemke B, Wawrzik M, Gross S, Lich C, Sauer B, Rost I, Krasemann E,
Kosyakova N, Liehr T, Weise A, Dybowski JN, Hoffmann D, Wieczorek D.
Parental origin and functional relevance of a de novo UBE3A variant. Eur J
Med Genet. 2011;54:19–24.
42. Teplitz RL, Gustafson PE, Pellett OL. Chromosomal distributon in interspecies
in vitro hybrid cells. Exp Cell Res. 1968;52:379–91.
43. Bessis M, Breton-Gorius J. Rapport entre noyau et centrioles dans les
granulocytes étalés. Role de microtubules. Nouv Rev Fr Hematol.
1967;7:601–20.
44. Bessis M. Living blood cells and their ultrastructure. Berlin: Springer Verlag;
1973. p. 319–20.
45. Lettré M, Lettré R. Un problème cytologique: la persistence des structures
du fusseau dans l’intervalle des mitoses. Rev Hématol. 1958;13:337–65.
46. Fawcett DW. An Atlas of Fine Structure, The Cell. Philadelphia: Saunders;
1966. p. 60–2.
47. Krioutchkova MM, Onishchenko GE. Structural and functional characteristics
of the centrosome in gametogenesis and embryogenesis of animals. Int Rev
Cytol. 1999;185:107–56.
48. Sathananthan AH. Mitosis in the human embryo: vital role of the sperm
centrosome (centriole). Histol Histopathol. 1997;12:827–56.
49. Brianna Caddle L, Grant JL, Szatkiewicz J, van Hase J, Shirley BJ, Bewersdorf
J, Cremer C, Arneodo A, Khalil A, Mills KD. Chromosome neighborhood
composition determines translocation outcomes after exposure to high-
dose radiation in primary cells. Chromosome Res. 2007;15:1061–73.
50. Heride C, Ricoul M, Kiêu K, von Hase J, Guillemot V, Cremer C, Dubrana K,
Sabatier L. Distance between homologous chromosomes results from
chromosome positioning constrains. J Cell Sci. 2010;123:4063–75.
51. Schroeder WT, Chao LY, Dao DD, Strong LC, Pathak S, Riccardi V, Lewis WH,
Saunders GF. Nonrandom loss of maternal chromosome 11 alleles in Wilms
tumors. Am J Hum Genet. 1987;40:413–20.
52. Hoban PR, Heighway J, White GRM, Baker B, Gardner J, Birch JM, Morris-
Jones P, Kelsey AM. Genome-wide loss of maternal alleles in a nephrogenic
rest and Wilm’s tumor from a BWS patient. Hum Genet. 1995;95:651–6.
53. Stöck M, Lamatsch DK, Steinlein DK, Epplen JT, Grosse WR, Hock R,
Klappenstück T, Lampert KP, Scheer U, Schmid M, Schartl M. A bisexually
reproducing all-triploid vertebrate. Nat Genet. 2002;30:325–8.
54. Michor F, Iwasa Y, Vogelstein B, Lengauer C, Nowak MA. Can chromosomal
instability initiate tumorigenesis? Semin Cancer Biol. 2005;15:43–9.
55. Reinius B, Sandberg R. Random monoallelic expression of autosomal
genes: stochastic transcription and allele-level regulation. Nat Rev
Genet. 2015;16:653–64.
56. Liehr T. Fluorescence in situ Hybridization (FISH) – Application Guide. Berlin:
Springer Verlag; 2009.
57. Moorhead PS, Hsu TC. Cytologic studies of HeLa, a strain of human cervical
carcinoma. III. Durations and characteristics of the mitotic phases. J Natl
Cancer Inst. 1956;16:1047–66.
58. Mrasek K, Heller A, Rubtsov N, Trifonov V, Starke H, Rocchi M, Claussen U,
Liehr T. Reconstruction of the female Gorilla gorilla karyotype using 25-color
FISH and multicolor banding (MCB). Cytogenet Cell Genet. 2001;93:242–8.
59. Kosyakova N, Hamid AB, Chaveerach A, Pinthong K, Siripiyasing P, Supiwong
W, Romanenko S, Trifonov V, Fan X. Generation of multicolor banding
probes for chromosomes of different species. Mol Cytogenet. 2013;6:6.
60. Nietzel A, Rocchi M, Starke H, Heller A, Fiedler W, Wlodarska I, Loncarevic IF,
Beensen V, Claussen U, Liehr T. A new multicolor-FISH approach for the
characterization of marker chromosomes: centromere-specific multicolor-FISH
(cenM-FISH). Hum Genet. 2001;108:199–204.
•  We accept pre-submission inquiries 
•  Our selector tool helps you to find the most relevant journal
•  We provide round the clock customer support 
•  Convenient online submission
•  Thorough peer review
•  Inclusion in PubMed and all major indexing services 
•  Maximum visibility for your research
Submit your manuscript at
www.biomedcentral.com/submit
Submit your next manuscript to BioMed Central 
and we will help you at every step:
Weise et al. Molecular Cytogenetics  (2016) 9:36 Page 11 of 11
